A Gram-negative, heterotrophic, aerobic, reddish-orange-pigmented, non-spore-forming, nonmotile bacterial strain, designated 7-UAH T , was isolated from salty water from the athalassohaline lagoon at El Hito, located in central Spain. The strain grew optimally at 37 6C and pH 7.0 and in the presence of 2.5 % NaCl. A polyphasic taxonomic study was carried out in order to characterize the strain in detail. Phylogenetic analyses based on 16S rRNA gene sequence comparisons indicated that strain 7-UAH T clustered within the branch constituted by species of the genus Hongiella, which were recently transferred to the genus Algoriphagus. Analysis of the polar lipid profile and DNA G+C content also supported placement of strain 7-UAH T within the genus Algoriphagus. On the basis of its phenotypic, chemotaxonomic and phylogenetic distinctiveness, strain 7-UAH T represents a novel species of the genus Algoriphagus, for which the name Algoriphagus hitonicola sp. nov. is proposed. The type strain is 7-UAH T (5CECT 7267 T 5CCM 7449 T ).
The genus Algoriphagus was proposed by Bowman et al. (2003) for heterotrophic, Gram-negative, non-motile, strictly aerobic, saccharolytic, pink-pigmented rod-like cells. The genus was originally represented by cold-adapted strains isolated from sea ice and from saline-lake cyanobacterial mats collected in Antarctica. Phylogenetically, the genus is distantly related to the genus Cyclobacterium within the phylum Bacteroidetes and was represented by a single species, Algoriphagus ratkowskyi. At the time of writing, the genus comprises 10 species (see Bowman et al., 2003; Nedashkovskaya et al., 2004; Van Trappen et al., 2004; Yoon et al., 2005a Yoon et al., , b, 2006 Nedashkovskaya et al., 2007) . The genus Hongiella was described by Yi & Chun (2004) : it is closely related to the genera Algoriphagus and Chimaereicella (Tiago et al., 2006) and comprises three species of pink/orange-pigmented, aerobic, non-motile, heterotrophic, mesophilic bacteria from marine sediments and seawater from Korea. The close relationship between these genera recently led to the transfer of the species of the genera Hongiella and Chimaereicella to the genus Algoriphagus (Nedashkovskaya et al., 2007) .
The El Hito lagoon is located in Castilla-La Mancha, a region in central Spain (39 u 519 580 N 02 u 419 320 W). It has a surface covering 573 ha and is a temporary, endoreic, saline steppe lagoon and a Ramsar site (no. 1259; Ramsar Convention on Wetlands). As it is fed solely by rain, it regularly dries out and occasionally remains dry for large periods of time, especially in summer. Strain 7-UAH T was isolated during the characterization of the microbial diversity in water samples from the El Hito lagoon: the isolation was performed at 37 u C using the dilution plating technique with RV medium (Rodriguez-Valera et al., 1981) containing a 1.5 % salts mixture and 0.1 % yeast extract, adjusted to pH 7.2. Subculturing was performed on marine agar 2216 (MA; Difco). Cellular morphology was examined by phase-contrast microscopy (model Axiolab; Zeiss) and scanning electron microscopy (model DSM950; Zeiss) after growth on MA medium at 37 u C. The Gram reaction was determined as described by Gerhardt et al. (1994) . Evidence of gliding motility was determined by direct microscopic examination of the edges of colonies. Motility was also investigated using the hanging-drop technique for cells within the exponential growth phase in marine broth 2216 (Difco). Growth under anaerobic conditions was determined after incubation in an anaerobic chamber with anaerobically prepared MA medium. Growth at various NaCl concentrations (0-12 %, in increments of 0.5 %) was investigated in CSY-3 medium (Sawabe et al., 1998) . Growth at various temperatures was tested over the range 5-50 u C (in increments of 5 u C) using MA medium. Growth at different pH values (4.0-11.0) was determined on MA medium with the appropriate biological buffers. In vivo pigment-absorption spectrum analysis was performed spectrophotometrically (model U-2001; Hitachi), as described by Yoon et al. (2004) . The presence of flexirubin-like pigments was tested according to Reichenbach (1989) . Catalase activity was determined by adding a 1 % (w/v) H 2 O 2 solution to colonies on MA medium. Oxidase activity was detected using a 1 % solution of tetramethyl-p-phenylenediamine (Difco) (Kovács, 1956) . Hydrolysis of starch, aesculin, gelatin and Tween 80 was determined as described by Cowan & Steel (1974) . Xylan and pullulan hydrolysis were investigated as described by Ensor et al. (1999) . Urease activity was studied in Christensen's medium (Christensen, 1946) . Citrate utilization was determined on Simmons' citrate medium. Indole production was determined with Kovács' reagent in 1 % tryptone broth. Reduction of nitrate and nitrite was tested on nitrate broth containing 0.2 % KNO 3 (Skerman, 1967) . H 2 S production was determined on Kligler's iron agar (Difco). All of these tests were carried out on media supplemented with 2.5 % salts. For the determination of acid production from different carbohydrates, a medium containing 0.5 % peptone, 2.5 % NaCl and 0.001 % phenol red, supplemented with each carbohydrate (0.7 %) (Cowan & Steel, 1974) , was used. Additional biochemical assays were performed using the API 50 CH and API ZYM kits (bioMérieux). The strips were inoculated with a heavy bacterial suspension in a 2.5 % salts solution. Antibiotic susceptibility was determined according to the conventional Kirby-Bauer method (Bauer et al., 1966) .
Morphological, physiological and biochemical characteristics are shown in Table 1 or are given in the species description. The cells were rod-shaped with rounded ends; no spores or flagella were observed (Fig. 1) . The absorption maximum of crude extracts of strain 7-UAH T was at approximately 481 nm. The bathochromatic shift test showed that flexirubin-type pigments were not present.
For the determination of the DNA G+C content of strain 7-UAH T , genomic DNA extraction and purification were performed according to Marmur (1961) . The G+C content was determined using the thermal denaturation method (Marmur & Doty, 1962; Owen & Hill, 1979) . The phylogenetic position of strain 7-UAH T was determined by means of 16S rRNA gene sequence analysis. The 16S rRNA gene was amplified using oligonucleotide primers complementary to highly conserved regions of bacterial 16S rRNA genes. The forward and reverse primers were 27F and 1492R (Reysenbach et al., 2000) . PCR products were purified using an UltraClean PCR clean-up kit (Mo Bio) according to the manufacturer's instructions. Purified PCR products were sequenced using the ABI Prism Big Dye Terminator cycle sequencing ready reaction kit and an Applied Biosystems 3130 Genetic Analyzer, using the protocols of the manufacturer (Applied Biosystems). Sequence assembly was performed using the CAP3 program (Huang & Madan, 1999) . Phylogenetic analysis was performed using the software package MEGA, version 3.1 (Kumar et al., 2004) , after multiple alignment of data sequences by CLUSTAL_X (Thompson et al., 1997) . Distances (options according to the Kimura two-parameter model) and clustering with the neighbour-joining method were determined. Bootstrap values based on 1000 replications were calculated.
The 16S rRNA gene sequence of strain 7-UAH T was a continuous stretch of 1394 bp and was used for an initial BLAST search against the GenBank, EMBL and DDBJ databases. The 16S rRNA gene sequence of strain 7-UAH T and those of closely related strains were aligned: the phylogenetic tree showed that strain 7-UAH T clustered together with Hongiella, Algoriphagus and Chimaereicella species (Fig. 2) . The sequence-identity matrix indicated that the closest relatives of strain 7-UAH T were the type strains of Hongiella ornithinivorans (93.8 % sequence similarity), Hongiella mannitolivorans (93.2 %), Algoriphagus vanfongensis (93.0 %), Algoriphagus halophilus (91.9 %), A. ratkowskyi (90.9 %) and Hongiella marincola (90.0 %). The levels of sequence similarity with respect to all of the other species included in the phylogenetic analysis were below 90 %. The DNA G+C content of strain 7-UAH T was 43.4 mol%, which is similar to the values of 43, 42 and 38 mol% described for H. marincola, H. mannitolivorans and H. ornithinivorans, respectively (Yi & Chun, 2004; Yoon et al., 2004) .
Fatty acids were analysed, using GC, at the Belgian Coordinated Collections of Microorganisms (Laboratory of Microbiology of Ghent, Ghent, Belgium) (Kämpfer & Kroppenstedt, 1996; Miller, 1982) with cells cultured on MA medium at 37 uC for 24 h. Strain 7-UAH T had a fatty acid profile similar to those described for the type strains of the closely related Algoriphagus species (Table 2) ; the predominant fatty acids were iso-C 15 : 0 , summed feature 3 and iso-C 17 : 1 v9c.
On the basis of these combined phenotypic and phylogenetic analyses, strain 7-UAH T is not closely affiliated with any previously described species. It is closely related to the species of the genus Hongiella but, as the species of this genus have been transferred to the genus Algoriphagus, strain 7-UAH T represents a novel species of the genus Algoriphagus, for which the name Algoriphagus hitonicola sp. nov. is proposed.
Description of Algoriphagus hitonicola sp. nov. (10), bacitracin (10 U), penicillin (10 U), kanamycin (30) and neomycin (10). The predominant fatty acids are iso-C 15 : 0 , summed feature 3 and iso-C 17 : 1 v9c. The DNA G+C content of the type strain is 43.4 mol%.
The type strain, 7-UAH T (5CECT 7267 T 5CCM 7449 T ), was isolated from a water sample from the athalassohaline lagoon at El Hito, Spain. 
